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1 TTTGTTAAGCCGCAAAAGTTGCTCGGAATCTACGTCTACGTTCTCCTCAGAACCTAACAGATCAACATGTGTGAC
#M C D
76  GACGAAGTTGCCGCTCTTGTCGTGGACAATGGTTCAGGAATGTGCAAAGCCGGCTTCGCCGGAGACGACGCTCCC
DEVAALVYVVYVDNG[) 6GMCKAGTFAGTDTDATP
151 AGAGCCGTCTTCCCGTCCATCGTCGGTCGCCCCAGACATCAGGGTGTGATGGTGGGTATGGGACAGAAGGACAGC
RAVFPSIVGRPRHEQGYV MV GMG®QEKTDS
226 TACGTCGGAGATGAAGCCCAGAGCAAGAGAGGTATCCTCACCCTGAAGTACCCCATTGAGCACGGCATCGTCACC
YV 6DEAQSEKTRGTITLTTLEKTYPTIEHGTIVT
301 AACTGGGACGATCTGGAGAAGATCTGGCACCACACCTTCTACAACGAGCTGCGTGTCGCCCCAGAGGAACACCCA
NWDDLETEKTWHHTTFTYNETLT RVYAPTETETHSTP
376 GTCCTGCTCACTGAGGCTCCTCTTAACCCCAAGGCCAACAGGGAAAAGATGACCCAGATCATGTTCGAGACCTTC
VI.LLTEAPLNPEKANRETEKMTQTIMFETTF
451 AACTGCCCCGCCATGTATGTGGCCATCCAGGCTGTATTGTCCCTGTACGCTTCCGGTCGTACCACCGGTATCGTG
NCPAMYVAIQAVLSLYASGRTTG®GTIV
526 CTCGACTCCGGCGATGGTGTCACCCACACCGTGCCCATCTACGAGGGTTACGCTCIGCCCCACGCCATCCTCCGT
Ll s epev T tveI1@E W A PE A 1 L R
601 CTTGACTTGGCCGGCAGAGATCTTACCGACTACTTGATGAAGATCCTCACTGAGCGTGGTTACTCATTCACCACC
LDLAGRTDLTDYTLMEKTITLTETRGYSTFTT
676 ACCGCTGAGCGTGAGATTGTCAGAGACATCAAGGAGAAGCTGTGCTACGTCGCTCTGGACTTCGAGCAGGAGATG
T AERETIVRDTIKETZ KLCYVALDTFES QEHWM
751 GCCACCGCCGCCTCCTCCTCCTCCCTGGAGAAGAGCTACGAGCTTCCCGACGGTCAGGTGATTACCGTCGGCAAC
ATAASSSSLETKSTYELPDGQVTITUVYGN
826 GAGCGATTCCGTTGCCCCGAGTCTCTGTTCCAGCCATCCTTCCTGGGTATGGAATCTGCTGGTATCCATGAGACC
ERFRCPESTLTFO QPSTFLGMETSAGTIHET
901 ACATACAACAGCATCATGAAGTGCGACGTCGACATCCGTAAGGATCTGTACGCCAACACTGTCCTGTCCGGTGGC
TYNSTIMEK-C () y () I RKDLYANTUV LS GIJG
976 ACCACCATGTTCCCCGGTATTGCCGACAGAATGCAGAAGGAGATCACTGCCCTGGCTCCATCCACCATGAAGATC
T TMFPGTIADE RMGKTETITALAPSTMEK
1051 AAGATCATCGCTCCTCCAGAGCGCAAATACTCCGTCTGGATCGGTGGCTCCATCCTGGCCTCTCTGTCCACCTTC
K I I APPERKTVYSVWIGGSILLASTLS®@E
1126CAGCAGATGTGGATCAGCAAGCAGGAGTACGACGAGTCCGGCCCATCCATTGTCCACAGGAAATGCT TCLAAGTT
Q QMW ISKQEVYDESGPSTIVH ®E c F =
1201AAGAGCGCTCAAGAACATTCTGAAGAGCCCAAATTCCAAACGTTTCGTCCACTTTTTARAATACAAAGTGATATT
1276 TTTTCAAACAGTCGTACCTTCGATTATTTTTCAAATTATTTATTAAAGAGAGACACACTACTGAAGGCACGCTAA
1351GAAGTGAACACTTGTTCGACAAACAGAGTCACTAGACGTCCGCGCGTGTCATTGTGATTGCTCCTGGGTTAAGCT
1426CAAAGGGCAGTAACTCTTTGTCTTGTCTTGGGTTGGTTGCTTGTTCATGCCGGATTGAGAGATGTATTAAACATG
150 1GTAAATTCAAAAAAAAAAAAAAAAAAAAAAAAAAAA
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Fig.4 Nucleotide sequence of the cDNA encoding actin from S. constricta and its deduced aminoacid sequence
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Fig.5 Alignment of S. constricta actin polypeptide sequence with other orthologues
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CONSTRUCTION OF cDNA LIBRARY WITH SINONOVACULA CONSTRICAT AND
SEQUENCE ANALYSIS OF ACTIN GENE

QIN Yu-Ming', SU Xiu-Rong', LIYe', MABin', LI Hui',
WANG Meng-Qian', HE Jing-Jing', LI Tai-Wu"?
(1. Faculty of Life Science and Biotechnology, Ningbo University, Ningbo, 315211; 2. Ningbo City College of Vocational Technology,
Ningbo, 315100)

Abstract SMART (switching mechanism at 5'-end of RNA transcript) technique to construct full-length cDNA library
with Sinonovacula constricta was adopted and the library titre, recombinant rate, and the length of inserted cDNA were
measured. The results indicate that this library” titre reached 5.50x10* cfu/ml; the percentage of recombination was as high
as 92.5%. The PCR results show that the average size of inserts was larger than 1000bp. 478 clones were sequenced and
430 valid sequences were obtained, in which 264 ¢cDNA sequences showed similarity to known genes. Actin was found by
aligning it with those of the homologues in the NCBI database’s Blast program. Its full-length was 1538bp, including an
open reading frame (ORF) encoding apolyeptide of 376 amino acids with predicted molecular weight of 41.78kD and
theoretical isoelectric point of 5.30. The amino acids sequence aligned with other species was higher than 90%, meaning
actin is a high conserved gene.

Key words Sinonovacula constricta, cDNA library, Sequence analysis, Actin gene



